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Sequences producing High-scoring Segment Pairs: Frame 


Score 


Match 


Pet 


E-val 


1 


P_AAC97409 


Human angiogenesis-associated protein PR 


+ 


1364 


1364 


100 


0 


0 


2 


P AAF72371 


Human PR0211 cDNA.. 


+ 


1364 


1364 


100 


0 


0 


3 


P AAF60360 


PR0211 coding sequence. 


+ 


1364 


1364 


100 


0 


0 


4 


P_AAZ93700 


PR0211 DNA32292-1131. 


+ 


1364 


1364 


100 


0 


0 


5 


P_AAA30040 


Human PR0211 nucleotide sequence. 


+ 


1364 


1364 


100 


0 


0 


6 


P_AAA54089 


PR0211 cDNA. 


+ 


1364 


1364 


100 


0 


0 


7 


P AAX28433 


EGF-like homologue PR0211 coding sequenc 


+ 


1364 


1364 


100 


0 


0 


8 


P_AAX52213 


Protein PR0211 cDNA clone DNA32292-1 131 . 


4- 


1364 


1364 


100 


0 


0 


9 


P AAX37671 


Human EGF-like homologue (PR0217) encode 


+ 


1364 


1364 


100 


0 


0 


10 


AX076909 


Sequence 21 from Patent WO0105836. 


+ 


1364 


1364 


100 


0 


0 


11 


P AAF29457 


Human TANGO 331 cDNA. 


+ 


1350 


1350 


100 


0 


0 


12 


P AAA08503 


DNA encoding human apoptosis related pro 


+ 


1290 


1358 


99 


0. 


0 


13 


P AAC76920 


Human ORFX ORF2475 polynucleotide sequen 


+ 


1208 


1215 


100 


0. 


0 



>1 P_AAC97409 Human angiogenesis-associated protein PR0211 cDNA, SEQ ID NO: 56. 
(1364 bp) [1 seg] 

Score = 1364 (2704 bits), Expect =0.0 

Identities - 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA322 92 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAC97 4 09 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA322 92 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
P_AAC97 4 09 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA322 92 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
P_AAC 97409 121 GCCCGCGCCGGAGGCCGCC AAGAAGCCG ACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA322 92 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAC 97409 181 CAAGTTT AACCAGGGGATGGTGGACACCGCAAAG AAGAACTTTGGCGGCGGG AACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
* + + + + + + + + + * + + + + + + + + + + * + + * + + + * + + * + + * + 

P_AAC 97 4 09 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAC 97409 301 GGAGGGGCTGTGCG AGAGCAGCGACTTCGAATGC AATCAGATGCT AGAGGCGCAGGAGG A 

DNA322 92 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAC 97 4 09 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA32 2 92 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P AAC97 4 09 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 



DNA32292 



481 



ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 



*****+***********************+*+***********+************+**+ 
P__AAC97 4 09 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 5-4 1 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAC 97409 541 CAGACAGGGCGACGGGTCCTGCCGGTGCC ACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA322 92 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
**********************************+******************++***** 

P_AAC 97 4 09 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA322 92 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
************************************************************ 

P_AAC 97409 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA322 92 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
*********************************** 

P_AAC 97409 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA322 92 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 
******************************************************+***** 

P_AAC 97 4 09 7 81 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA322 92 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 
************************************************************ 

P_AAC 97409 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA322 92 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 
************************************************************ 

P_AAC97 4 09 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32 292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 
************************************************************ 

P_AAC 97409 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 
************************************************************ 

P_AAC974 09 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA322 92 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
************************************************************ 

P_AAC974 09 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA322 92 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 
******************+***************************************** 

P__AAC 97 4 0 9 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 
******************************************************^***** 

P_AAC 97 4 09 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCT7VACGGTTGATTCTCATTTGTCCC 

DNA322 92 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
************************************************************ 

P_AAC97 4 09 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA322 92 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
******************************************** 



P_AAC97 4 09 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>2 P_AAF72371 Human PR0211 cDNA . (1825 bp) [1 seg] 
Score - 1364 (2704 bits), Expect- = 0.0 

Identities = 1364/1364 (100%), at 1,75-1364,1438, Strand +/+ 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

****************** ****************************************** 

P_AAF72371 7 5 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
*********************** ************************************* 

P_AAF72371 135 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
************************************************************ 

P_AAF72371 195 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
************************************************************ 

P_AAF7 2 371 255 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
************************************************************ 

P_AAF7 2371 315 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 
************************************************************ 

P_AAF72371 375 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 
************************************************************ 

P__AAF7 2371 4 35 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
*************************************** ********************* 

P_AAF72371 4 95 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 
************************************************************ 

P_AAF7 2371 555 ATGCCAGGGCGGATCCCAG AGGCCCTGCAGCGGG AATGGCCACTGCAGCGG AGATGGGAG 

DNA322 92 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
************************************************************ 

P_AAF7 2371 615 C AG ACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGT ACCAGGGCCCGCTGTGCACTGA 

DNA322 92 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
************************************************************ 

P_AAF72371 67 5 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA322 92 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
************************************************************ 

P_AAF7 2371 7 35 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA322 92 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
******* + + -*-*** + + * + ****** + ************************************ 

P_AAF72371 7 95 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 



DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAF7237 1 855 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAF7 2371 915 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGT AAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCAGTAGCAGAAAA 

P_AAF72371 975 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA322 92 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAF72371 1035 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAF7 2371 1095 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAF7 2371 1155 AGAAGGAGAAAGCCCGAC ACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAF72371 1215 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAF72371 1275 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA322 92 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P_AAF72371 1335 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

+ + + + + + + + + + + 

P_AAF72371 1395 TGTAATAAAATTGACCATTGTAGGTi\ATCAGGAGGAAAAAAAAA 

>3 P_AAF60360 PR0211 coding sequence. (1364 bp) [1 seg] 
Score = 1364 (2704 bits), Expect - 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand + / + 

DNA322 92 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAF60360 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAF60360 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA322 92 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

P AAF60360 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 



DNA322 92 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAF60360 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAF60360 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAF60360 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAF60 3 60 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA32292 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAF60360 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA322 92 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAF60360 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA322 92 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAF60360 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P_AAF60360 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA322 92 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAF60360 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAF60360 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAF60360 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA3 22 92 8 41 TG ACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAF60360 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA322 92 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAF60360 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA322 92 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 
************* 

P_AAF603 60 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 



P_AAF60360 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32 2 92 1081 AGAAGGAGAAAGCCCGACAC AGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAF60360 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P__AAF60360 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAF60 3 60 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA322 92 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P_AAF6 0 360 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT* 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

P_AAF60360 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>4 P_AAZ93700 PR0211 DNA322 92-1 131 . (1364 bp) [1 seg] 
Score = 1364 (2704 bits), Expect = 0.0 

Identities - 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 



DNA32292 
P_AAZ93700 

DNA32292 
P_AAZ93700 

DNA32292 
P_AAZ93700 

DNA32292 
P_AAZ93700 

DNA32292 
P_AAZ93700 

DNA32292 
P_AAZ93700 

DNA32292 
P AAZ93700 



1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 
1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 
61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 
301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 
361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 
361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 



DNA32292 



421 



TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 



P_AAZ 9 37 0 0 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 481 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAZ 9 3700 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA322 92 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAZ 9 37 00 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA3 2292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P_AAZ 93700 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA3 22 92 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAZ 93700 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAG ACTGCGGCGAGTGTGAAGT 

DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAZ 937 0 0 7 21 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA3 2292 7 81 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAZ93700 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA322 92 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAZ93700 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32 292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAZ937 00 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA322 92 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAZ 93700 961 AACCTGTGTGAGGA7VAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAZ937 00 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA322 92 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAZ 93700 1081 AGAAGGAGAAAGCCCG ACACAGCTGCCCTCCCGCGAAG ACCTGTAATGTGCCGGACTT AC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAZ93700 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAZ937 00 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA322 92 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
+ + * + + + + + + + + * + + + + + + + + * + + * + + + + -^^. + ^ + + + .^ + ^ + + ^^.4.^.4.^^.^ + 

P AAZ93700 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 



DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
***+*******+***********************++******* 

P_AAZ93700 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>5 P_AAA30040 Human PR0211 nucleotide sequence. (1364 bp) [1 seg] 
Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

************************************************************ 

P_AAA3004 0 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
************************************************************ 

P_AAA3004 0 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
************************************************************ 

P_AAA3004 0 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
DNA322 92 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

************************************************************ 

P_AAA3004 0 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
************************************************************ 

P_AAA3004 0 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA322 92 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 
************************************************************ 

P_AAA3004 0 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 
************************************************************ 

P_AAA3004 0 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
******************************+************+*+************** 

P_AAA3004 0 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA322 92 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 
*********+*****************+***************************+**** 

P_AAA3004 0 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 54 1 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
************************************+*********************** 

P_AAA3004 0 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA322 92 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
************************************+************+ ********** 

P_AAA3004 0 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCT^ 

DNA322 92 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
************************************^*********************** 

P AAA3004 0 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 



DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAA3004 0 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAA3004 0 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAA3004 0 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAA3004 0 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 7\ACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAA3 004 0 961 AACCTGTGTGAGGAAAAACG AAAACTGCTAC AATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA32292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAA3004 0 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAA3 0040 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAA3004 0 "1141 CCTTT/VAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA3 2292 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P_AAA3004 0 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32 2 92 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

^ ******* 

P_AAA3004 0 12 61 TTA7VACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

*************+************+++*+************* 

P_AAA30040 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>6 P_AAA54089 PR0211 cDNA . (1364 bp) [1 seg] 
Score - 1364 (2704 bits), Expect =0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA322 92 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

************************************************************ 

P_AAA54 08 9 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA322 92 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

************************* *V *************** + ********* + ■******* 

P AAA54 08 9 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 



DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 



it********************************** 

P_AAA5 4 08 9 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC' 

P_AAA5 4 08 9 181 CAAGTTT AACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 24 1 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P_AAA5 4089 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA322 92 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAA5 4 089 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA322 92 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAA5 4089 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAA5 4 08 9 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAA5 4 08 9 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGG AATGGCC ACTGCAGCGGAGATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAA5 4 08 9 541 C AGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGT ACC AGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

P_AAA5 4 08 9 601 CTGCATGGACGGCT ACTTCAGCTCGCTCCGG AACGAGACCCACAGCATCTGCAC AGCCTG 

DNA322 92 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

P_AAA5 4 08 9 661 TGACGAGTCCTGC AAGACGTGCTCGGGCCTGACCAACAGAG ACTGCGGCGAGTGTGAAGT 

DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

P_AAA54 08 9 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAA54 08 9 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 84 1 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAA54 08 9 84 1 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA322 92 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAA5 4 08 9 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 



P_AAA5 4 08 9 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA3 2292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 
*******************************************************.***** 

P_AAA5 4089 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
*+********************************************* + *** ++ * +++++ * 

P__AAA5 4089 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 
******************************************* + **** + + * + * + + + + ^, Ar ^ 

P_AAA5 4 089 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA32 2 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 
************************************************************ 

P_AAA5 4089 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA322 92 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
************************************************************ 

P__AAA54 089 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
******************************************** 

P_AAA54 08 9 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>7 P_AAX28433 EGF-like homologue PR0211 coding sequence. DNA, PAT 22-JUN-1999 
(1364 bp) [1 seg] 

Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand + /+ 





DNA32292 


1 


GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 
************************************************************ 


P_ 


_AAX28433 


1 


GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 




DNA322 92 


61 


CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
************************************************************ 


p_ 


_AAX284 33 


61 


CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 




DNA32292 


121 


GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
************************************************************ 


p_ 


_AAX28 4 33 


121 


GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 




DNA32292 


181 


CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
************************************************************ 


p 


AAX28433 


181 


CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 




DNA32292 


241 


TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
************************************************************ 


p_ 


AAX28433 


241 


TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 




DNA32292 


301 


GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 
**********+*******+********+**+***+************************* 


p_ 


AAX28433 


301 


GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 




DNA32292 


361 


GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 



P_AAX2 8 4 33 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTT ATTCGAGTGGTT 

DNA32292 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
P_AAX2 8 4 33 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 
P_AAX2 8 4 33 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
P_AAX2 8 4 33 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
P_AAX284 33 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
P__AAX2 8 4 33 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
P_AAX284 33 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

P_AAX284 33 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA322 92 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAX2 84 33 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 ' 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

P_AAX284 33 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA322 92 961 AACCTGTGTGAGGAAAAACG7VAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

P_AAX2 8 4 33 961 AACCTGTGTGAGGAAAAACGAAAACT GCTAC AAT ACTCCAGGGAGCT ACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

P_AAX28 4 33 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 

P_AAX2 8 4 33 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGT AATGTGCCGG ACTT AC 

DNA322 92 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

P_AAX284 33 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

P AAX284 33 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 



DNA3 2292 1261 TT AAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

P_AAX2 8433 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

P_AAX284 33 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>8 P__AAX52213 Protein PR0211 cDNA clone DNA32292-1131 . DNA, PAT 25-JUN-1999 
(1364 bp) [1 seg] 

Score = 1364 {2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

P_AAX52213 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

P_AAX52213 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

P_AAX5 2 213 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

P_AAX5 2 213 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

P__AAX52213 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

P_AAX52213 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

P_AAX52213 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA32 2 92 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

P_AAX52213 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA3 22 92 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

P_AAX52213 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA32292 54 1 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

P_AAX52213 54 1 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA322 92 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
■~ * + + + * + + * + + + + * + + ^ + + * + + + + * + + + + *^ 

P_AAX52213 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 



DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

r************ 

P AAX52213 661 



♦♦♦♦♦♦★i******************************.**^^.,.^^ 
TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 



DNA3 2292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
*********************************************** + + *^, t ^^ + + 

AAX522 1 3 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
DNA32 2 92 7 81 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

TG 



P_AAX 52 2 13 7 81 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAG 



DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

P_AAX52213 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 
******** *************************************** + * + + + + + 

P_AAX52213 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 



DNA32292 961 AACC 



TGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

************** 

TG 



**************************** + **** + + + + + + < . < . 1 . :(t<:Vt + 
P_AAX52213 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTG 



DNA32 2 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 
******************************** + + * + *****^^^ + + ^ + ^^ 

P_AAX52 2 13 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 



DNA3 2 2 92 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
******************************** + ** + + + * i + + ^ + ^ + ^ + + t + + ^ + ^ 



P_AAX52 2 13 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACT 



TAC 



DNA322 92 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 
********************************** + A * + ^ t + 1:i<:i< . i + + + + it + + + i + i:<: 

P_AAX52213 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 



DNA3Z^^2 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 
******************************** + * + **^ + * + + + i ^ + i + + + ^ + + ^ 

P_AAX52213 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 



DNA32292 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAG1 



3TTCTT 

r***************** 

P_AAX52213 1261 



**************** + ****** + ************ + + + 4 . + + + i 



TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA322 92 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
+ * + ***************** + ***** + **** + J . JMt< . 1:< . + + + jk . <tJt 

P_AAX52213 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>9 P AAX37671 Human EGF-like homologue (PR0217) encoded by DNA32292 cDNA {1364 
op) [1 seg] k 

Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 



DNA322 92 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

***'************************»*** + + *** + * tJr4 + + + ^ + + + Jtil . + + + ^ il:t + + i 

f_AAX37 671 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 



DNA32292 


61 


CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 


P AAX37671 


61 


^bibbrt i bj^vobbi bbbbbbbbbbbbbbbbb i bbbbb 1 bb I bbbbb I 1 b I bb TGC T GCTGCC 


DNA32292 


121 


GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 


P AAX37671 


121 


O^^^O^b^^bbabbLLbUUAAbH/ibLLbALbLtt 1 bbbAbbbb 1 bbbGGGGGCTGGTGGA 


DNA32292 


181 


CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 


P AAX37671 


181 


P A APTTT A APP APPPP ZXTPPTPP ZlPZiPPPPB. nnrnnrn ArTTTrrrrppprr 1 ^ a a r~>r^r^<-> 
v^rtrto i i i rtrt^b-/-YbJO^b/-i 1 bb L bb/ALALLbL/w\b/\AbAAL 1 1 i bbbbbbbbGAACACGGC 


DNA322 92 


241 


TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 


P AAX37671 


241 


TTGGGAGGAAAAPiAPPPTPTPPA APT APP, APTPP APPP AP T\ r PTrrr , r ,r rrr tr rr , r , 7\r 7\tppt 


DNA32292 


301 


GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 


P AAX37671 


301 


GGAGGGGPTGTPPPAPAPPAPPPAPTTPP A ATPP A aTPflrflTrrTarnrrprrnrrApp a 


DNA322 92 


361 


GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 


P AAX37671 


361 


GCACCTGPAPPPPTPPTPPPTPP APPTP A AP A PPP a z\TZi r vm r vmr ,r v r VTs r v rvrr a rTprmm 
\j^n\^\^ l ounoo^^ i l bbb l bbrtbb 1 b/iMbHbbbrtH 1 A 1 bb 1 bAb 1 IAI 1 bbAb 1 bb IT 


DNA32292 


421 


TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 


P AAX37 671 


421 


TTPTPTPAAPAPAPTPAZi Z\PTP r rPPTPPTP r rr ,, r" , 7\r''r , A 7\rT"T , T\/~ , r , r ,r n/~T*r^r*7\ pmrmomrT'^ 
i i 1 bi 1 bj/lZ-ib/^b/ib i bAAAb ibi bb 1 bb Ibi bbAbbAAbb I Abbb 1 bbbbAbTGTCTCGC 


DNA32292 


481 


ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 


P AAX37 671 


481 


ATPPP APPPPPP ATPPP ZiPZi PPPPPTPP ZiPPPPP a 7\Trr , pr7\pq i r , p7\r , r , rr7\p7\rprT'p7\ 
t\ i ^j^^M.bJbib)^bbM 1 bbbAbAbbbbb I bbAbbbbbAAl bbbbAb 1 bbAbbbbAGATGGGAG 


DNA32292 


541 


CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 


P AAX37671 


541 


CAGACAGPPPPAPPPPTPPTPPPPPTPPP AP ATPPPPTnpPZ\PPPPPPPPTP r rpr , 7\r , T , o a 
^nun^nouu^on^uuu i l ubbbb 1 bbbrtbn 1 bbbb 1 Abb Abbb bbbbb Ibi bb Ab I b A 


DNA32292 


601 


CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 


P AAX37671 


601 


PTPPATPPAPPPPT APTTP APPTPPPTPPPP n nrrflrnprrflpnrpATPTrpnpnrppnr 
^ i uuft i loortb-tobib, I M.b- 1 1 bHbb 1 bbb 1 bbbbAAbbAbAbbbAb AbbA ibi bbAbAbbbTb 


DNA32292 


661 


TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 


P AAX37 671 


661 


TnArfTAfiTrPTCPZifirflPPTPPTPPrPPPTP APPAnPAPAP^PTPrrrrTn r-* <r>r^ mr- n Ar-qi 
1 OrtV-bJrtbi 1 b-b 1 bbHHbHbb i bb i bbbbbb 1 bAbbAAbAbAbAb i bbbbbbAbTGTG AAGT 


DNA32292 


721 


GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 


P AAX37 671 


721 


r;nrirTr^nTP,rTrp,z\rpDrrppprpTP r ppTprnTP r ?ppAPpAr f pr'rrprr'prp7\r"pnprir> 

bibJ^rU 1 bbb 1 bb i bbAbbAbbbbbbb ibibl bbA ibi bbAbbAb ibi bbbbbCGAGCCGCC 


DNA32292 


781 


TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 


P_AAX37 671 


781 


TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 


DNA32292 


841 


TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 


P_AAX37 671 


841 


TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 



DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 
******* ***************************************************** 

P_AAX37 671 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 
************************************************************ 

P_AAX37671 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA3 2292 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 
************************************************************ 

P_AAX37 67 1 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
********** ************************************************** 

P^AAX 37671 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTT AC 

DNA322 92 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 
************** ****************************************** ++++ 

P_AAX37671 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 
************************************************************ 

P_AAX37 671 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
************* *********************************************** 

P_AAX37 671 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 

DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
******************************************** 

P_AAX37671 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>10 AX076909 Sequence 21 from Patent WO0105836. (1364 bp) [1 seg] 
Score = 1364 (2704 bits), Expect = 0.0 

Identities = 1364/1364 (100%), at 1,1-1364,1364, Strand +/+ 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

************************************************ ************ 

AX07 6909 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
************************************************************ 

AX07 6909 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA322 92 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
************************************************************ 

AX076909 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA322 92 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
************************************************************ 

AX 076909 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
************************************************************ 

AX076909 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 



AX076909 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 
i***************************************************^^^^ 

AX076909 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
* + ******************** + ********** + *±******* + **** A + + . t + ^ J . + + Jrjfc . 

AX076909 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA32292 481 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

AXO 7 6 9 0 9 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA322 92 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
♦^♦♦i********************************************^^^^^ 

AX076909 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA322 92 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
^♦♦♦^♦♦i******************************************^^^^ 

AX076909 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
**************** ^i***********************************^^^ 

AX076909 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

******************************* * + * + *- k + . k i r ± ir * + + + ir + + i, + ir + ir + ir1 . ir + ic 

AX076909 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 
************************************************ + * + lt + ilr + llrJ:il . iJ: 

AX076909 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 
■fr*******************************************************^^ 

AX076909 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 
♦i***************************************************^^^^ 

AX076909 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA32292 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 
■fr*************************************************^^^^^ 

AX076909 961 AACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 
************** i-*************************************^^^^ 

AX07 690 9 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
********** ****************** + ********** + 4 . + * + + < . + + j7 + v . ilrJ , A + 1 . + i + + 

AX07 690 9 1081 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 



AX076909 1141 



DNA32292 1201 



CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 
GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 



i****************************.,.* 



*********** *_***************.,.* 



AX076909 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA32292 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
********************** + **** + ******* + * + + + *** + * + **** + + A + + ^ + . l:il . 1 . 

AX07 6909 1261 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 



DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

★♦♦♦A*************************************** 

AX07 6909 1321 TGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>11 P_AAF29457 Human TANGO 331 cDNA . (1432 bp) [1 seg] 
Score = 1350 (2676 bits), Expect = 0.0 

Identities = 1350/1350 (100%), at 1,50-1350,1399, Strand +/+ 

DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

******************************************** ^^^^^.^.j.^^ 

P_AAF2 94 57 50 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 



DNA32292 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
^i*************************************************^^^^ 

P_AAF2 94 57 110 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 



DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
**************************************************** +1 . ++++++ 

P_AAF29457 170 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 



DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
**************************************************** + + + + 1 . + + il . 

P_AAF294 57 2 30 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
^^i*********************************************^^^^^ 

P_AAF294 57 2 90 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
DNA32292 301 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

******************+************************ + ********* +A+< . +4+ 

P_AAF294 57 350 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 



DNA32292 3 61 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

************* * + ** + + **** + ************************ 4 *^ i + + + it + jt ^ 

P_AAF294 57 410 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA32292 421 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
***************************** + *** + + + *************^ 4 + ^ + + + + < , 

P_AAF294 57 4 70 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA322 92 4 8 1 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 
**************** + *** + ************************** + + + < . + + , ( . < . + < . vt , tVr 

P_AAF294 57 530 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 



DNA322 92 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
**************************************.******* + + ^ + ti + A + + + + + + 

P_AAF294 57 590 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 



DNA32292 601 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 
************************************************************ 

P_AAF294 57 650 CTGCATGGACGGCTACTTCAGCTCGCTCCGGAACGAGACCCACAGCATCTGCACAGCCTG 

DNA32292 661 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 
************************************************************ 

P_AAF294 57 710 TGACGAGTCCTGCAAGACGTGCTCGGGCCTGACCAACAGAGACTGCGGCGAGTGTGAAGT 

DNA32292 721 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 
************************************************************ 

P_AAF2 94 57 7 7 0 GGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAGCCGCC 

DNA32292 781 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 
************************************************************ 

P_AAF294 57 8 30 TCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAAGAGTG 

DNA32292 841 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 
************************************** 

P_AAF2 94 57 8 90 TGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGTATCTC 

DNA32292 901 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 
************************************************************ 

P_AAF2 94 57 950 TGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCAGAAAA 

DNA322 92 961 AACCTGTGTGAGGAAAAACGAAAACTGCTA'CAATACTCCAGGGAGCTACGTCTGTGTGTG 
************************************************************ 

P__AAF2 9457 1010 AACCTGTGTGAGGAAAAACG7\AAACTGCTACAATACTCCAGGGAGCTACGTCTGTGTGTG 

DNA322 92 1021 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 
************************************************************ 

P_AAF2 9457 1070 TCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAAGCCAC 

DNA32292 1081 AG7VAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
************************************************************ 

P_AAF2 94 57 1130 AGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGACTTAC 
DNA32292 1141 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

************************************************************ 

P_AAF2 94 57 1190 CCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGTCTCCT 

DNA322 92 1201 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 
************************************************************ 

P_AAF2 94 57 1250 GCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTTGTCCC 

DNA322 92 12 61 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
************************************************************ 

P_AAF2 94 57 1310 TTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAGTTCTT 
DNA32292 1321 TGTAATAAAATTGACCATTGTAGGTAATCA 

****************************** 

P_AAF2 94 57 137 0 TGTAATAAAATTGACCATTGTAGGTAATCA 

>12 P__AAA08503 DNA encoding human apoptosis related protein. (1380 bp) [1 seg] 
Score - 1290 (2557 bits), Expect - 0.0 

Identities = 1358/1369 (99%), Gaps = 10/1369 (0%), at 1,10-1364,1373, Strand 
+ / + 



DNA32292 1 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

********************************************+************+** 

P_AAAO 8503 10 GGCCGGAGCAGCACGGCCGCAGGACCTGGAGCTCCGGCTGCGTCTTCCCGCAGCGCTACC 

DNA322 92 61 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 
*+***********************************************+********** 

P__AAA08503 7 0 CGCCATGCGCCTGCCGCGCCGGGCCGCGCTGGGGCTCCTGCCGCTTCTGCTGCTGCTGCC 

DNA32292 121 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 
************************************************************ 

P_AAA08503 130 GCCCGCGCCGGAGGCCGCCAAGAAGCCGACGCCCTGCCACCGGTGCCGGGGGCTGGTGGA 

DNA32292 181 CAAGTTTAACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 
**********************************+*********************+*** 

P__AAA0 8 503 190 CAAGTTT AACCAGGGGATGGTGGACACCGCAAAGAAGAACTTTGGCGGCGGGAACACGGC 

DNA32292 241 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 
************************************************************ 

P_AAA0 8503 250 TTGGGAGGAAAAGACGCTGTCCAAGTACGAGTCCAGCGAGATTCGCCTGCTGGAGATCCT 

DNA3 2 292 301 GGAGGGGCTGTGCGAGAGCAGCG ACTTCGAATGCAATCAGATGCT AGAGGCGCAGGAGGA 
************************************* 

P_AAA08 503 310 GGAGGGGCTGTGCGAGAGCAGCGACTTCGAATGCAATCAGATGCTAGAGGCGCAGGAGGA 

DNA32292 361 GCACCTGGAGGCCTGGTGGCTGCAGCTGAAGAGCGAATATCCTGACTTATTCGAGTGGTT 
************************************************************ 

P_AAA0 8 503 370 GCACCTGGAGGCCTGGTGGCTGCAGCTG AAGAGCGAATATCCTGACTTATTCGAGTGGTT 

DNA322 92 4 21 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 
************************************************************ 

P_AAA08 503 4 30 TTGTGTGAAGACACTGAAAGTGTGCTGCTCTCCAGGAACCTACGGTCCCGACTGTCTCGC 

DNA322 92 4 81 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 
************************************************************ 

P_AAA08 503 4 90 ATGCCAGGGCGGATCCCAGAGGCCCTGCAGCGGGAATGGCCACTGCAGCGGAGATGGGAG 

DNA3 2292 541 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 
************************************************************ 

P_AAA0 8503 550 CAGACAGGGCGACGGGTCCTGCCGGTGCCACATGGGGTACCAGGGCCCGCTGTGCACTGA 

DNA322 92 601 CTGCATGGACGGCTACTTCAGCT-CGCTCCGG-AACGAGACCCACAGCATCTGCACAGCC 
*********************** ******** *************************** 

P_AAA0 8 503 610 CTGCATGGACGGCTACTTCAGCTCCGCTCCGGRAACGAGACCCACAGCATCTGCACAGCC 

DNA322 92 65 9 TGTGACGAGTCCTGCAAGACGTGCTC-GGGCCT-GACCAACAGAGAC-TGCGGCGAGTGT 
************************** ****** * * * * * * * + * * + + + ************ 

P_AAA08 503 670 TGTGACGAGTCCTGCAAGACGTGCTCGGGGCCTGGACCAACAGAGACTTGCGGCGAGTGT 

DNA322 92 716 GAAGTGGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGAG 
*********************************************************** 

P_AAA08503 7 30 GAAGTGGGCTGGGTGCTGGACGAGGGCGCCTGTGTGGATGTGGACGAGTGTGCGGCCGA- 

DNA322 92 77 6 CCGCCTCCCTGCAGCGCTGCGCAGTTCTGTAAGAACGCCAACGGCTCCTACACGTGCGAA 
*** ****** ***** *** *************** *********************** 

P_AAA08 503 78 9 CCG--TCCCTGCAGCG-TGC-CAGTTCTGTAAGAACCCCAACGGCTCCTACACGTGCGAA 



DNA32292 836 GAGTGTGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGT 
***+++++********+*******+******** + * ++ * + * ++ **** +++ ^ 

P_AAA08503 84 5 GAGTGTGACTCCAGCTGTGTGGGCTGCACAGGGGAAGGCCCAGGAAACTGTAAAGAGTGT 

DNA32292 896 ATCTCTGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCA 
****** ******+*********************************************** 

P_AAA08503 905 ATCTCTGGCTACGCGAGGGAGCACGGACAGTGTGCAGATGTGGACGAGTGCTCACTAGCA 

DNA32292 956 GAAAAAACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGT 
**************************************************** + ^ ++ ^ ++ 

P_AAA08503 965 GAAAAAACCTGTGTGAGGAAAAACGAAAACTGCTACAATACTCCAGGGAGCTACGTCTGT 

DNA32292 1016 GTGTGTCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAA 
*******+******* + ^***^ +++++++++++++++++ ^ ++ ^ ++++++++++++++ ^ ++ ^ 

P_AAA0 8 503 1025 GTGTGTCCTGACGGCTTCGAAGAAACGGAAGATGCCTGTGTGCCGCCGGCAGAGGCTGAA 

DNA32292 107 6 GCCACAGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGA 
********* *****+********************************************* 

P_AAA0 8503 1085 GCCACAGAAGGAGAAAGCCCGACACAGCTGCCCTCCCGCGAAGACCTGTAATGTGCCGGA 

DNA322 92 1136 CTTACCCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGT 
****************** ***********************************,m.* + ^^ 

P_AAA08503 114 5 CTTACCCTTTAAATTATTCAGAAGGATGTCCCGTGGAAAATGTGGCCCTGAGGATGCCGT 

DNA322 92 1196 CTCCTGCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTT 
*********************************************** + ** ++ * +++++++ 

P_AAA08503 1205 CTCCTGCAGTGGACAGCGGCGGGGAGAGGCTGCCTGCTCTCTAACGGTTGATTCTCATTT 

DNA32292 1256 GTCCCTTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAG 
*********************************************** + ** +++++++ ^ ++ 

P_AAA08 503 12 65 GTCCCTTAAACAGCTGCATTTCTTGGTTGTTCTTAAACAGACTTGTATATTTTGATACAG 

DNA32292 1316 TTCTTTGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 
************************************************* 

P_AAA0 8503 1325 TTCTTTGTAATAAAATTGACCATTGTAGGTAATCAGGAGGAAAAAAAAA 

>13 P_AAC76920 Human ORFX ORF2475 polynucleotide sequence SEQ ID NO: 4949. (1259 
bp) [1 seg] 
Score = 1208 (2395 bits), Expect =0.0 

Identities - 1215/1216 (99%), Gaps = 1/1216 (0%), at 150,32-1364,1247, Strand 
+ / + 

DNA32292 150 CGCCCTGCCACCGGTGCCGGGGGCTGGTGGACAAGTTTAACCAGGGGATGGTGGACACCG 
+**+**+**********+*+***++*************************** ++ ^ +++ ^ 

P_AAC7 6920 32 CGCCCTGCCACCGGTGCCGGGGGCTGGTGGACAAGTTTAACCAGGGGATGGTGGACACCG 

DNA32 2 92 210 CAAAGAAGAACTTTGGCGGCGGGAACACGGCTTGGGAGGAAAAGACGCTGTCCAAGTACG 
************************************************************ 

P_AAC7 6920 92 CAAAGAAGAACTTTGGCGGCGGGAACACGGCTTGGGAGGAAAAGACGCTGTCCAAGTACG 

DNA322 92 270 AGTCCAGCGAGATTCGCCTGCTGGAGATCCTGGAGGGGCTGTGCGAGAGCAGCGACTTCG 
**************************** *********************** ++++++ ^ ++ 

P_AAC7 6920 152 AGTCCAGCGAGATTCGCCTGCTGGAGATCCTGGAGGGGCTGTGCGAGAGCAGCGACTTCG 

DNA32292 330 AATGCAATCAGATGCTAGAGGCGCAGGAGGAGCACCTGGAGGCCTGGTGGCTGCAGCTGA 

**************+* ** + ********************^. ************** ** + + . + 

P_AAC7 692 0 212 AATGCAATCAGATGCTAGAGGCGCAGGAGGAGCACCTGGAGGCCTGGTGGCTGCAGCTGA 



DNA32292 


390 


P_AAC7 6920 


272 


DNA32292 


450 


P_AAC7 6920 


332 


DNA32292 


510 


P_AAC7 6920 


392 


DNA32292 


570 


P_AAC7 6920 


452 


DNA32292 


630 


P_AAC7 6920 


512 


DNA32292 


690 


P_AAC76920 


572 


DNA32292 


750 


P_AAC7 6920 


632 


DNA32292 


810 


P_AAC7 6920 


692 


DNA32292 


870 


P_AAC76920 


752 


DNA32292 


930 


P_AAC7 6920 


812 


DNA32292 


990 


P_AAC7 6920 


872 


DNA32292 


1049 



********* + + 



*************** 



****************************************+*****+* 



**************************** + ********** + * ++ * ++++ 



************ 



************ 



*********************************** + ************ 



************ 



******** ************************************ 



**************** 



********************************************** 



************** 



*************************************************** 



********* 



********************************************* 



*************** 



************************************************** 



********** 



************************************************ 



************ 



-***********+***********************************^ 



* ********* 



************************************************************ 

P_AAC76920 932 GCCTGTGTGCCGCCGGCAGAGGCTGAAGCCACAGAAGGAGAAAGCCCGACACAGCTGCCC 
DNA322 92 110 9 TCCCGCGAAGACCTGTAATGTGCCGGACTTACCCTTTAAATTATTCAGAAGGATGTCCCG 

************************************************************ 

P_AAC7 6920 992 TCCCGCGAAGACCTGTAATGTGCCGGACTTACCCTTTAAATTATTCAGAAGGATGTCCCG 

DNA32292 1169 TGGAAAATGTGGCCCTGAGGATGCCGTCTCCTGCAGTGGACAGCGGCGGGGAGAGGCTGC 
********* ************************************************* ++ 

P_AAC7 6920 1052 TGGAAAATGTGGCCCTGAGGATGCCGTCTCCTGCAGTGGACAGCGGCGGGGAGAGGCTGC 



DNA32292 1229 CTGCTCTCTAACGGTTGATTCTCATTTGTCCCTTAAACAGCTGCATTTCTTGGTTGTTCT 

P_AAC7 6920 1112 CTGCTCTCTAACGGTTGATTCTCATTTGTCCCTTAAACAGCTGCATTTCTTGGTTGTTCT 

DNA32292 1289 TAAACAGACTTGTATATTTTGATACAGTTCTTTGTAATAAAATTGACCATTGTAGGTAAT 
****** ************+***************++*+** + ***** +++ * ++++++ ^ +++ 

P_AAC7 6920 117 2 TAAACAGACTTGTATATTTTGATACAGTTCTTTGTAATAAAATTGACCATTGTAGGTAAT 

DNA322 92 134 9 CAGGAGGAAAAAAAAA 

P_AAC7 6920 1232 CAGGAGGAAAAAAAAA 



Tue Jul 17 13:23:35 2001 [BLASTP 2.1.3 [Apr-1-2001] , NCBI] 
/home/ruby/ va/Molbio/carpenda/templ /pi . DNA322 92.nc (353 aa) 



Seqi 


uences producing High-scoring Segment Pairs: 


Score 


Match 


Pet 


E-val 


1 


P AAB53075 


Human ancri ooenps i s — a s sori ated nrntpi n PRO 


2005 


353 


100 




n 


2 


P~AAB61231 


Human TANGO 331 protein — Homo sapiens. 




j ~j j 


l no 


0 . 


, 0 


3 


P~AAB80212 


Human PR0211 protein - Homo sapiens. 


2005 


353 


100 


0 , 


. 0 


4 


P AAB68596 


PR0211 - Homo sapiens. 


2005 


353 


100 


0 . 


. 0 


5 


P AAY83224 


PR0211 Polypeptide - Homo sapiens. 


2005 


353 


100 


0. 


.0 


6 


P AAB00169 


PR0211 polypeptide - Homo sapiens. 


2005 


353 


100 


0. 


0 


7 


P AAY05283 


EGF-like homologue PR0211 - Homo sapiens. 


2005 


353 


100 


0. 


0 


8 


P AAY13344 


protein PR0211 - Homo sapiens. 


2005 


353 


100 


0. 


0 


9 


P AAY08064 


Human EGF-like homologue protein (PR0217) 


2005 


353 


100 


0. 


0 


10 


P AAY88571 


Human PR0211 amino acid sequence - Homo s 


1997 


352 


100 


0. 


0 


11 


P_AAB61233 


Mature human TANGO 331 protein - Homo sap 


1887 


329 


100 


0. 


0 


12 


AAH02894 . 114 


Unknown (protein for MGC: 11256} - Homo sa 


1770 


321 


91 


0. 


0 


13 


NP 077300.1 


hypothetical protein MGC11256 - Homo sapi 


1770 


321 


91 


0. 


0 


14 


P AAB42711 


Human ORFX ORF2475 polypeptide sequence S 


1716 


298 


97 


0. 


0 


15 


P AAY91870 


Human apoptosis related protein - Homo sa 


1635 


301 


85 


0. 


0 



>1 P_AAB53075 Human angiogenesis-associated protein PR0211, SEQ ID NO: 57 - Homo 
sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect =0.0 

Identities = 353/353 (100%), Positives - 353/353 (100%), at 1,1-353,353 
DNA32292.nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAB5307 5 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAB5307 5 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAB5307 5 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAB5307 5 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAB53075 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAB5307 5 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>2 P_AAB61231 Human TANGO 331 protein - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 



DNA32292 . nc 



1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 



P_AAB61231 1 MRLPRR7VA.LGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

****************** 

P_AAB61231 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 .nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
******************************+*** + *****+******** + ^ 

P_AAB61231 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
************************************************************ 

P_AAB61231 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292.nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
************************************************************ 

P_AAB61231 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA322 92.nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
***************************************************** 

P_AAB61231 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>3 P_AAB80212 Human PR0211 protein - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives - 353/353 (100%), at 1,1-353,353 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 
************************************************************ 

P_AAB80212 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA322 92 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
************************************************************ 

P_AAB80212 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292.nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
************************************************************ 

P_AAB80212 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

. DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

************************************************************ 

P_AAB80212 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA322 92.nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
************************************************************ 

P_AAB80212 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
***************************************************** 

P_AAB80212 301 CVRKNENCYNTPGS YVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>4 P_AAB68596 PR0211 - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect - 0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

*•*-***** + ******************* + ************** + **************** + 

P_AAB68596 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 



DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAB68596 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAB68596 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
*************************************** 

P_AAB68596 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA322 92 .nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAB68596 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292.nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAB68596 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>5 P_AAY83224 PR0211 Polypeptide - Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 
DNA32292 .nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P__AAY83224 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAY83224 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY83224 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAY83224 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
DNA32292.nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAY83224 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
DNA32292 .nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAY83224 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>6 P_AAB00169 PR0211 polypeptide - Homo sapiens. (353 aa) [1 seg] 
Score - 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives - 353/353 (100%), at 1,1-353,353 
DNA322 92 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAB00169 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 



DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAB00169 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 .nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAB00169 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 .nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAB00169 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAB00169 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAB00169 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>7 P_AAY05283 EGF-like homologue PR0211 - Homo sapiens. (353 aa) [1 seg] 
Score - 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 
DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAY05283 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 
DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P__AAY0528 3 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
DNA32292 . nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY05283 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAY0528 3 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
DNA32292.nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAY05283 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAY0528 3 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>8 P__AAY13344 protein PR0211 - Homo sapiens. {353 aa) [1 seg] 
Score = 2005 (776 bits), Expect = 0.0 

Identities = 353/353 (100%), Positives - 353/353 (100%), at 1,1-353,353 
DNA322 92 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAY1334 4 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 .nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 



\ 



P_AAY1334 4 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292.nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY1334 4 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA322 92.nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAY1334 4 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292.nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAY1334 4 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL • 

P_AAY1334 4 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>9 P_AAY08064 Human EGF-like homologue protein (PR0217) encoded by DNA32292 cDNA 
- Homo sapiens. (353 aa) [1 seg] 
Score = 2005 (776 bits), Expect =0.0 

Identities = 353/353 (100%), Positives = 353/353 (100%), at 1,1-353,353 
DNA322 92 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

P_AAY08064 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 

DNA32292.nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

P_AAY080 64 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
DNA32292.nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY08064 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAY08064 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
DNA32292 .nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

P_AAY08064 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAY08064 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>10 P_AAY88571 Human PR0211 amino acid sequence - Homo sapiens. (353 aa) [1 seg] 
Score = 1997 {773 bits), Expect - 0.0 

Identities - 352/353 (99%), Positives = 352/353 (99%), at 1,1-353,353 
DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 

P_AAY88 571 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKN FGGGNTAW 



DNA32292.nc 



61 EEKTLSKYESSEIRLLEI LEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 



P_AAY88571 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292 . nc 121 VKTLECVCCSPGTYGPDCLACQGGSQRPCSGNG-HCSGDGSRQGDGSCRCHMGYQGPLCTDC 

P_AAY88571 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

P_AAY88571 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
******** 

P_AAY88571 241 CSAAQFCKMANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

P_AAY88571 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>11 P_AAB61233 Mature human TANGO 331 protein - Homo sapiens. (329 aa) [1 seg] 
Score = 1887 {731 bits), Expect =0.0 

Identities = 329/329 (100%), Positives = 329/329 (100%), at 25,1-353,329 

DNA32292 . nc 25 AKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAWEEKTLSKYESSEIRLLEILEGLCE 
***********************************************************^ 

P_AAB61233 1 AKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAWEEKTLSKYESSEIRLLEILEGLCE 

DNA32292 . nc 85 SSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFCVKTLKVCCSPGTYGPDCLACQGGS 
**********************************+********+***^ 

P_AAB61233 61 SSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFCVKTLKVCCSPGTYGPDCLACQGGS 

DNA32292 . nc 14 5 QRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDCMDGYFSSLRNETHSICTACDESCK 
*******************************************+***************^ 

P__AAB61233 121 QRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDCMDGYFSSLRNETHSICTACDESCK 

DNA32292 . nc 205 TCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPPCSAAQFCKNANGSYTCEECDSSCV 
********************************************+****+*****^ 

P_AAB61233 181 TCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPPCSAAQFCKNANGSYTCEECDSSCV 
DNA32292.nc 265 GCTGEGPGNCKECISGYAREHGQCADVDECSLAEKTCVRKNENCYNTPGSYVCVCPDGFE 

************************************************************ 

P_AAB61233 241 GCTGEGPGNCKECISGYAREHGQCADVDECSLAEKTCVRKNENCYNTPGSYVCVCPDGFE 
DNA32292.nc 325 ETEDACVPPAEAEATEGESPTQLPSREDL 

***************************** 

P_AAB61233 301 ETEDACVPPAEAEATEGESPTQLPSREDL 

>12 AAH02894.114 Unknown (protein for MGC : 11256) - Homo sapiens (321 aa) [1 seg] 
Score = 1770 (686 bits), Expect = 0.0 

Identities - 321/353 (90%), Positives = 321/353 (90%), Gaps = 32/353 (9%), at 
1, 1-353, 321 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 
************************************************************ 

AAH02894 .114 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 



AAH02894.114 



61 



EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 



DNA322 92.nc 121 VKTLKVCCSPGT-YGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
************************************************************ 

AAH02894 .114 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292.nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
************************************************************ 

AAH02894 . 114 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 . nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKECISGYAREHGQCADVDECSLAEKT 
***************** *********** 

AAH02894.114 241 CSAAQFCKNANGSYTCE DVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
***************************************************** 

AAH02894 .114 269 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>13 NP_077300.1 hypothetical protein MGC11256 - Homo sapiens (321 aa) [1 seg] 
Score = 1770 (686 bits), Expect = 0.0 

Identities = 321/353 (90%), Positives - 321/353 (90%), Gaps - 32/353 (9%), at 
1, 1-353, 321 

DNA32292 . nc 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 
************************************************************ 

NP_077300. 1 1 MRLPRRAALGLLPLLLLLPPAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAW 

DNA32292 . nc 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 
************************************************************ 

NP_077300. 1 61 EEKTLSKYESSEIRLLEILEGLCESSDFECNQMLEAQEEHLEAWWLQLKSEYPDLFEWFC 

DNA32292.nc 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 
************************************************************ 

NP__077300. 1 121 VKTLKVCCSPGTYGPDCLACQGGSQRPCSGNGHCSGDGSRQGDGSCRCHMGYQGPLCTDC 

DNA32292 . nc 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 
************************************************************ 

NP_077300. 1 181 MDGYFSSLRNETHSICTACDESCKTCSGLTNRDCGECEVGWVLDEGACVDVDECAAEPPP 

DNA32292 .nc 241 CSAAQFCKNANGSYTCEECDSSCVGCTGEGPGNCKEC I SG YAREHGQCADVDECSLAEKT 
***************** *********** 

NP_077300.1 241 CSAAQFCKNANGSYTCE DVDECSLAEKT 

DNA32292 . nc 301 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 
***************************************************** 

NPJD77300. 1 269 CVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 

>14 P_AAB42711 Human ORFX ORF2475 polypeptide sequence SEQ ID NO: 4950 - Homo 
(318 aa) [1 seg] 

Score - 1716 (665 bits), Expect = 0.0 

Identities - 298/306 (97%), Positives = 298/306 (97%), at 20,2-325,307 

DNA32292 . nc 20 PAPEAAKKPTPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAWEEKTLSKYESSEIRLLEIL 
*+ ************************************************** 

P_AAB4 2711 2 PACPPGYLTAPCHRCRGLVDKFNQGMVDTAKKNFGGGNTAWEEKTLSKYESSEIRLLEIL 
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80 


P_AAB42711 


62 
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140 


P_AAB42711 
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DNA322 92.nc 


200 


P_AAB42711 
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DNA32292.nc 


260 


P_AAB42711 


242 


DNA32292.nc 
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P_AAB4 2711 


302 



************************************ + * + * + **************. A .. t + 1 



************************************************************ 



********************************************************* s 



*********************************************************., 



****** 



>15 P_AAY91870 Human apoptosis related protein - Homo sapiens. (353 aa) [1 seg] 
Score = 1635 (634 bits), Expect = 0.0 

Identities = 301/354 (85%), Positives - 306/354 (86%), Gaps - 2/354 (0%), at 
1, 1-353, 353 



r********************************************************, 



**********************************************************, 



**********************************************************, 



******* 
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P_AAY91870 
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DNA32292.nc 


61 


P_AAY91870 


61 


DNA32292 . nc 


121 


P_AAY91870 


121 


DNA32292.nc 


181 


P_AAY91870 


181 


DNA32292.nc 


240 


P_AAY91870 


240 


DNA32292.nc 


300 


P AAY91870 


300 



* ***** ******************************************** 



****************************************************** 
P_AAY918 70 300 TCVRKNENCYNTPGSYVCVCPDGFEETEDACVPPAEAEATEGESPTQLPSREDL 



* * * * + 



